Anti-Mullerian hormone (AMH) is an important reproductive marker of ovarian reserve produced by granulosa cells (GCs) of pre-antral and early-antral ovarian follicles in several species, including cattle. This hormone plays a vital role during the recruitment of primordial follicles and follicle stimulating hormone (FSH)-dependent follicular growth. However, the regulatory mechanism of AMH expression in follicles is still unclear. In this study, we compared the expression of AMH, AMHR-II, BMP2, BMP6, FSHR, and LHCGR genes during follicular development. In-vitro expression study was performed with and without FSH for AMH, AMHR-II, BMP2, and BMP6 genes in bovine GCs which were isolated from 3-8 mm follicles. Association among the mRNA expression and hormone level was estimated. GCs were collected from small (3-8 mm), medium (9-12 mm) and large size (13 to 24 mm) follicles before, during onset, and after deviation, respectively. Further, mRNA expression, hormones (AMH, FSH, and LH), apoptosis of GCs, and cell viability were detected by qRT-PCR, ELISA, flow cytometry, and spectrophotometry. AMH, AMHR-II, BMP2, and FSHR genes were highly expressed in small and medium follicles as compared to large ones. In addition, the highest level of AMH protein (84.14 ± 5.41 ng/mL) was found in medium-size follicles. Lower doses of FSH increased the viability of bovine GCs while higher doses repressed them. In-vitro cultured GCs treated with FSH significantly increased the AMH, AMHR-II, and BMP2 expression levels at lower doses, while expression levels decreased at higher doses. We found an optimum level of FSH (25 ng/mL) which can significantly enhance AMH and BMP2 abundance (p < 0.05). In summary, AMH, AMHR-II, and BMP2 genes showed a higher expression in follicles developed in the presence of FSH. However, lower doses of FSH demonstrated a stimulatory effect on AMH and BMP2 expression, while expression started to decline at the maximum dose. In this study, we have provided a better understanding of the mechanisms regulating AMH, AMHR II, and BMP2 signaling in GCs during folliculogenesis, which would improve the outcomes of conventional assisted reproductive technologies (ARTs), such as superovulation and oestrus synchronization in bovines.
examined for any structural abnormality. They were washed with NS (3-5 times) and phosphate buffer solution (PBS) 3 times prior to collecting GCs.
Granulosa Cells and Follicular Fluid Collection
Follicles were categorized according to size and follicle development, i.e., small (3-8 mm; pre deviation or undifferentiated), medium (9-12 mm; onset of deviation) and large (13-24 mm; post deviation). GCs were isolated by a 23 G needle and pooled together with follicular fluid (FF) and sieved through 40 um filter (Falcon Corning, New York, USA) and then centrifuged (1500 rpm for 5 min). Later on, the supernatant follicular fluid was separated, and GCs were washed with PBS (2 times; 1500 rmp for 5 min). Afterward, GCs and FF were stored at −80 • C for further analysis.
Culturing of Granulosa Cells
For culturing, fresh mural granulosa cells were isolated from small follicles (3-8 mm) and seeded at 2 × 10 6 cells/well in 6-well polystyrene culture plate (Costar ® , Corning Incorporated-life Science, Shanghai, China). GCs were washed 2 times with PBS (without Ca 2+ and Mg 2+ ; Biological Industries, USA) and centrifuged at 1500 rpm for 5 min. DMEM/F12 medium (Dulbecco's Modified Eagle Medium Nutrient mixture F-12 Hem; Gibco ® , New York, USA) was used for all in vitro experiments, containing 10% FBS (Fetal Bovine Serum; Gibco ® , New York, USA) and 1% Antibiotic (100 U/mL Penicillin and 100 ug/mL Streptomycin) at 37 • C with 5% CO 2 (Carbon dioxide) and 95% Air maintained, with or without FSH (1, 5, 10, 25 and 50 ng/mL; Sigma-Aldrich, St. Louis USA ). Afterward, cells were cultured for 72 h. For the first 24 h, all the cells were cultured in the same medium (DMEM/F12) to check the purity and viability as described by Lerner et al. [31] . Subsequently, the medium was changed and cells cultured in the absence or presence of FSH (1, 5, 10, 25 and 50 ng/mL) for 48 h in total volume 2 mL/well to evaluate the expression effect on AMH, AMHR II, BMP2, BMP6, and CYP19A1. Each test was repeated in triplicate related to cultured GCs. At the end of culturing, the medium was stored at −80 • C for the AMH assay. The cells were detached with trypsin (0.25%) and shifted to sterile Eppendorf tubes for washing with PBS by centrifugation. Later, the cells were stored at −80 • C till further use.
Cell Proliferation Assay
A cell proliferation assay was performed with a Cell Counting Kit-8 (CCK-8; BBI life Science, Sangon Biotech, Shanghai China) as per manufacturer protocol. Briefly, 2 × 10 6 GCs were added in each well. The culture medium, without GCs, was used as a negative control. The culture medium with GCs was used as control. The treatment medium with GCs was used as treatment group, and five wells were used for every single sample. At the end of culture, 10 µL CCK-8 reagent was added to each well and incubated at room temperature for 30 min. The absorbance of cultured GCs was measured by infinite M200 PRO (TECAN, Germany) at 450 nm. The data represented five independent cultures with each treatment considered as quintuplicate.
Apoptotic Assay
The qualitative and quantitative apoptosis of GCs was assessed by fluorescence microscope and flow cytometry with an Annexin V-FITC (njjcbio, Nanjing, China), respectively. GCs were harvested by 0.25% trypsin after varying doses of FSH. Later harvesting, GCs were washed twice with PBS and then added 500 ul 1× binding buffer. Subsequently, 5 ul FITC and PI were added. After 20 min incubation at room temperature, slides were prepared and observed under a fluorescence microscope (Axio Imager A2, Zeiss Germany).
For the quantitative apoptotic assay, samples were prepared again as aforementioned and flow cytometry was performed by FACS Calibur (BD Biosciences, CA, USA) and data were analyzed by Flowjo 10 software. After collection (different size follicles) and Culturing (with or without FSH) of GCs, washed with PBS and used for total RNA extraction. RNeasy Mini Kit (QIAGEN, Germany; Cat log # 74104) used for RNA extraction as per the manufacturer's protocol. We quantified the total RNA by NanoPhotometer N50 Touch (IMPLEN GMBH, Germany). cDNA (Complementary DeoxyriboNucleic Acid) was prepared by using 2 µg RNA, 1 µL Oligo(dT) 18 Primer (Thermo scientific, Europe) and water-DEPC (Sangon Biotech, Shanghai, China) to make 15 µL total volume then put in Proflex PCR machine (temperature 75 • C, 5 min, single cycle; applied biosystem ®, Singapore). Afterward, 1 µL dNTP Mix 10 mM (invitrogen, USA), 1 µL recombinant RNase Inhibitor (TaKaRa, Shiga, Japan), 1 µL reverse transcriptase M-MLV (RNase H-; TaKaRa, Shiga, Japan), 5 µL 5× M-MLVT Buffer (TaKaRa, Shiga, Japan) and 2 µL water-DEPC were added and then put in Proflex PCR machine (temperature 42 • C, 60 min, single cycle).
The qRT-PCR reactions were set-up by using a CFX96 Real-Time System (Bio-Rad Laboratories, Inc. CA, USA). A total 15 µL volume was used for performing amplification reaction, containing 2 µL cDNA, 0.35 µL each forward and reverse primers, 7.5 µL SYBR and 4.8 µL nuclease-free water. Cycle amplifications were comprised of an initial denaturation step at 95 • C for 10 min, followed by 39 cycles at 95 • C for 15 sec and 60 • C for 60 sec. The relative expression of nominated genes was calculated by 2-∆∆Ct method [32] . Specific primer sequences were synthesized by Sangon Biotech (Beijing, China). The primer sequences used for qRt-PCR are shown in Table 1 . 
Hormonal Assay
After collecting GCs, the intrafollicular fluid was stored at −80 • C for the determination of AMH, FSH, and LH. Similarly, the medium after culturing (FSH treatment) was stored for AMH assay. All commercial ELISA kits were purchased from CUSABIO TECHNOLOGY LLC. The concentrations of AMH (Cat no. CSB-YP001666BO1), FSH (Cat no. CSB-E15856B), and LH (Cat no. CSB-E12826B) were determined according to manufacturer protocols. Each treatment was performed in triplicate. The absorbance was measured by infinite M200 PRO (TECAN, Germany) at 450 nm.
Statistical Analysis
The data were subjected to statistical analysis using IBM SPSS (Statistical Package for Social Sciences) software version 26.0 Armonk, NY, USA. Analysis of variance was performed, and means were compared using Tukey's honestly significant difference (HSD) test at 5% level of significance (α = 0.05). The correlation between different variables was analyzed using Pearson's correlation co-efficient with regression analysis at a 5% level of significance using RStudio software version 1.2.5001.
Results
GCs were collected from different sized follicles based upon follicle deviation. Analyses considered the undifferentiated status of GCs of 3-8 mm follicles (small), onset of deviation from nine to 12 mm follicles (medium), and post deviation, or luteinized GCs from 13-24 mm follicles (large). We used two reference genes, GAPDH and ACTB, while relative expression in the whole experiment were standardized with GAPDH (p < 0.05). All the data represented in figures are expressed as mean ± S.E. Data were normalized for graphical representation of the small size follicle group and cultured undifferentiated GCs with the control group. To confirm the abundance of GC specific transcriptome, we measured CYP19A1 expression owing to the fact that the GC-specific gene is involved in the steroidogenic pathway.
Abundance and Regulation of FSHR and LHCGR in Bovine GCs
The abundance of FSHR mRNA in bovine GCs was highest in 9-12 mm follicles and lowest in undifferentiated GCs isolated from 3-8 mm follicles (p < 0.05; Figure 1A ). LHCGR mRNA expression in bovine GCs increased with follicle size. The minimum level of transcript abundance was found between 3 to 8 mm follicles, and maximum abundance was between 13 to 24 mm follicles (p < 0.05; Figure 1B ). = 0.05). The correlation between different variables was analyzed using Pearson's correlation coefficient with regression analysis at a 5% level of significance using RStudio software version 1.2.5001.
Results
Abundance and Regulation of FSHR and LHCGR in Bovine GCs
The abundance of FSHR mRNA in bovine GCs was highest in 9-12 mm follicles and lowest in undifferentiated GCs isolated from 3-8 mm follicles (p < 0.05; Figure 1A ). LHCGR mRNA expression in bovine GCs increased with follicle size. The minimum level of transcript abundance was found between 3 to 8 mm follicles, and maximum abundance was between 13 to 24 mm follicles (p < 0.05; Figure 1B ). Compared to control, FSH stimulation increased FSHR (p < 0.05; Figure 2E ) and decreased LHCGR (p < 0.05; Figure 2F ) transcript levels. The undifferentiated status of 3-8 mm follicle GCs prior and subsequent to culture was confirmed by finding the elevated FSHR level and declined LHCGR level (near to undetectable). 
Abundance and Regulation of BMP2 and BMP6 in Bovine GCs
The transcript abundance of BMP2 was significantly increased in 9-12 mm follicles as compared to small (3-8 mm) and large (13-24 mm) follicles. No difference was found between small and large group follicles (p < 0.05; Figure 1E ), whereas BMP6 transcript abundance was highest in 13-24 mm and lowest in 9-12 mm follicles (p < 0.05; Figure 1F ).
In cultures of undifferentiated GCs isolated from 3-8 mm follicles, BMP2 abundance showed 
Abundance and Regulation of AMH and AMHR-II in Bovine GCs
The abundance of AMH transcript in bovine GCs was greatest in 9 to 12 mm follicles and decreased in 13 to 24 mm follicles (p < 0.05; Figure 1C ). However, transcript AMHR-II abundance declined with increasing follicle size and a high level of abundance was found in 3-8 mm follicles. The lowest level of abundance was found in 13-24 mm follicles (p < 0.05; Figure 1D ).
Bovine GCs from 3-8 mm follicles were cultured for 48 h with increasing concentrations of FSH (1, 5, 10, 25, and 50 ng/mL) to evaluate the effects of FSH on GC function. No significant differences in AMH mRNA levels were found at 1 and 5 ng/mL FSH doses compared to control. AMH mRNA abundance increased upon treatment with 10 and 25ng/mL, while mRNA abundance declined at maximum dose (50ng/mL) and was comparable to the control group (p < 0.05; Figure 2A ). The transcript abundance of AMHR-II was significantly increased till 10 ng/mL FSH (p < 0.05; Figure 2B ). Meanwhile, at higher concentrations (25 and 50 ng/mL) of FSH, the abundance of AMHR-II started to decline.
Abundance and Regulation of BMP2 and BMP6 in Bovine GCs
In cultures of undifferentiated GCs isolated from 3-8 mm follicles, BMP2 abundance showed gradual increasing trend up to 25 ng/mL dose. Moreover, BMP2 abundance decreased at maximum dose (50 ng/mL; p < 0.05; Figure 2C ). The high level of BMP6 abundance was found at 25 ng/mL dose and the lowest transcript level at 10 ng/mL treatment (p < 0.05; Figure 2D ).
Effect of FSH on Survival and Apoptosis of GCs
Initially, the effect of FSH was observed on the viability of GCs from bovine follicles, acquired from a local abattoir. After 24 h of culture development, GCs were incubated at the rate of 1, 5, 10, 25, and 50 ng/mL FSH for 48 h along with control (no FSH) ( Figure 3G ). Significant high viability was found by the addition of 10 and 25 ng/mL FSH as compared to control (p < 0.05), while no significant difference was observed between 1 or 5 ng/mL FSH and control. Markedly, at 50 ng/mL FSH, significantly low viability was detected as compared to the untreated group.
To evaluate the time course of FSH treatment on cell viability, GCs were treated with 25 ng/mL FSH at different time points, i.e., 0, 6, 12, 24, and 48 h. GCs viability increased in a time-dependent manner, and it was highest at 24 h, while a decreasing trend was observed at 48 h ( Figure 3H ).
We then evaluated the qualitative and quantitative effects of FSH on apoptosis in GCs. Quantitative study revealed that the highest significant number of apoptotic cells were found after addition of 50 ng/mL FSH as compared to control, then 25 and 10 ng/mL FSH respectively. However, none of the other doses (1 and 5 ng/mL FSH) altered the rate of apoptosis ( Figure 4A,B ). We also measured BAX mRNA abundance, which revealed that various FSH concentrations had different impacts on BAX mRNA abundance. For instance, BAX mRNA abundance was slightly decreased at lower doses of FSH (1 and 5 ng/mL) but increased significantly at 25 and 50 ng/mL, as compared to control ( Figure 4C ).
difference was observed between 1 or 5 ng/ml FSH and control. Markedly, at 50 ng/ml FSH, significantly low viability was detected as compared to the untreated group.
To evaluate the time course of FSH treatment on cell viability, GCs were treated with 25 ng/ml FSH at different time points, i.e., 0, 6, 12, 24, and 48 hrs. GCs viability increased in a time-dependent manner, and it was highest at 24 h, while a decreasing trend was observed at 48 h ( Figure 3H ). We then evaluated the qualitative and quantitative effects of FSH on apoptosis in GCs. Quantitative study revealed that the highest significant number of apoptotic cells were found after addition of 50 ng/ml FSH as compared to control, then 25 and 10 ng/ml FSH respectively. However, none of the other doses (1 and 5 ng/ml FSH) altered the rate of apoptosis ( Figure 4A, B) . We also measured BAX mRNA abundance, which revealed that various FSH concentrations had different impacts on BAX mRNA abundance. For instance, BAX mRNA abundance was slightly decreased at lower doses of FSH (1 and 5 ng/ml) but increased significantly at 25 and 50 ng/ml, as compared to control ( Figure 4C ). 
Quantification of Hormones in Follicular Fluid and Culture Medium
Pooled follicular fluid was separated from GCs by centrifugation and used to quantify the level of AMH, FSH, and LH in a group of follicles of different sizes. The level of AMH in follicular fluid of different size follicles of 3-8 mm, 9-12 mm and 13-24 mm were 81.03 ± 5.81, 84.14 ± 5.41, and 79.49 ± 2.48 ng/ml, respectively. The concentration of AMH in follicular fluid was highest at 9-12 mm follicles than in 3-8 mm while the lowest level was found in 13-24 mm size follicles (p < 0.05; Figure 5A ). In the follicular fluid, the concentration of FSH in different sized follicular groups, 3-8 mm, 9-12 mm and 13-24 mm, were 7.49 ± 0.26, 7.44 ± 0.26, and 7.21 ± 0.14 (mIU/ml), respectively. FSH revealed a 
Pooled follicular fluid was separated from GCs by centrifugation and used to quantify the level of AMH, FSH, and LH in a group of follicles of different sizes. The level of AMH in follicular fluid of different size follicles of 3-8 mm, 9-12 mm and 13-24 mm were 81.03 ± 5.81, 84.14 ± 5.41, and 79.49 ± 2.48 ng/mL, respectively. The concentration of AMH in follicular fluid was highest at 9-12 mm follicles than in 3-8 mm while the lowest level was found in 13-24 mm size follicles (p < 0.05; Figure 5A ). In the follicular fluid, the concentration of FSH in different sized follicular groups, 3-8 mm, 9-12 mm and 13-24 mm, were 7.49 ± 0.26, 7.44 ± 0.26, and 7.21 ± 0.14 (mIU/ml), respectively. FSH revealed a gradually decreasing trend with increasing follicular diameter, 3-8 mm, 9-12 mm size follicles showed highest level of FSH protein and 13-24 mm follicles showed lowest concentration in follicular fluid (p < 0.05; Figure 5C ). The amount of LH in follicular fluid at different sizes (i.e., 3-8 mm, 9-12 mm and 13-24 mm), large follicles (13-24 mm) showed the highest level of LH in contrast to small and medium ones (p < 0.05; Figure 5B ).
Genes 2019, 10, x FOR PEER REVIEW 10 of 19 gradually decreasing trend with increasing follicular diameter, 3-8 mm, 9-12 mm size follicles showed highest level of FSH protein and 13-24 mm follicles showed lowest concentration in follicular fluid (p < 0.05; Figure 5C ). The amount of LH in follicular fluid at different sizes (i.e. 3-8 mm, 9-12 mm and 13-24 mm), large follicles (13-24 mm) showed the highest level of LH in contrast to small and medium ones (p < 0.05; Figure 5B ). After culturing GCs (2 × 10 6 cells per well), the medium was stored at −80 °C for the quantification of AMH. AMH level decreased gradually after the 5 ng/ml FSH dose. The minimum level was found at 50 ng/ml FSH treatment medium, while 1 and 5 ng/ml doses showed no significant difference as compared to control (p < 0.05; Figure 5D ). 
Association Between mRNA Abundance and Hormone (Protein) Level
The association between hormone level (AMH, FSH and LH) in follicular fluid and transcript abundance (AMH, AMHR II, BMP2, BMP6, FSHR, and LHCGR) in GCs shown in Table 2 . The concentration of AMH in follicular fluid was positively associated with mRNA FSHR abundance (r = 0.44, r 2 = 0.1967; Figure 6D ). The transcript abundance of AMH (r = 0.41, r 2 = 0.1663; Figure 6G ) and AMHR-II (r = 0.45, r 2 = 0.2015; Figure 6I ) was positively associated with levels of FSH, and there was a lower linear relationship between them. Meanwhile, transcript LHCGR abundance showed a negative association with the concentration of FSH (r = −0.44, r 2 = 0.1970; Figure 6L ). The transcript BMP6 abundance and LH level showed a significant and negative relationship, but 39.48% data showed the linear relationship between both variables (r = −0.63, r 2 = 0.3948; Figure 6N ). None of the other variables showed any relationship between them. Figure 6 illustrates the relationship according to regression analysis between the level of hormone in follicular fluid and transcript abundance of genes. Table 2 . Correlation between hormone levels and mRNA expression in different size follicles. After culturing GCs (2 × 10 6 cells per well), the medium was stored at −80 • C for the quantification of AMH. AMH level decreased gradually after the 5 ng/mL FSH dose. The minimum level was found at 50 ng/mL FSH treatment medium, while 1 and 5 ng/mL doses showed no significant difference as compared to control (p < 0.05; Figure 5D ).
The association between hormone level (AMH, FSH and LH) in follicular fluid and transcript abundance (AMH, AMHR II, BMP2, BMP6, FSHR, and LHCGR) in GCs shown in Table 2 . The concentration of AMH in follicular fluid was positively associated with mRNA FSHR abundance (r = 0.44, r 2 = 0.1967; Figure 6D ). The transcript abundance of AMH (r = 0.41, r 2 = 0.1663; Figure 6G ) and AMHR-II (r = 0.45, r 2 = 0.2015; Figure 6I ) was positively associated with levels of FSH, and there was a lower linear relationship between them. Meanwhile, transcript LHCGR abundance showed a negative association with the concentration of FSH (r = −0.44, r 2 = 0.1970; Figure 6L ). The transcript BMP6 abundance and LH level showed a significant and negative relationship, but 39.48% data showed the linear relationship between both variables (r = −0.63, r 2 = 0.3948; Figure 6N ). None of the other variables showed any relationship between them. Figure 6 illustrates the relationship according to regression analysis between the level of hormone in follicular fluid and transcript abundance of genes. An association among the transcript abundance (AMH, AMHR-II, BMP2, BMP6, FSHR and LHCGR) of cultured undifferentiated GCs collected from 3-8 mm follicles and the level of AMH in culture media shown in Table 3 . The level of AMH in culture medium exhibited a negative but significant association with mRNA abundance of AMHR-II (r = −0.48, r 2 = 0.2293; Figure 7B ) and a 22.93% variation in AMH can be explained the linear relationship between the AMH and AMHR-II. Furthermore, a 22.93% regression line represents the data. BMP2 (r = −0.35, r 2 = 0.1227; Figure 7C ) showed a negative association with AMH and a 12.27% linear relationship. BMP6 (r = −0.60, r 2 = 0.3599; Figure 7D ) abundance showed a highly significant negative association with AMH and 35.99% variance was calculated between both variables. Furthermore, positive association was found between level of AMH in culture medium and mRNA LHCGR abundance (r = 0.31, r 2 = 0.0975; Figure 7F ) but variance is very low (9.75%) between variables. A linear relationship according to regression analysis among the concentration of AMH in media and mRNA abundance of AMH, AMHR II, BMP2, BMP6, FSHR, and LHCGR is described in Figure 7A -F, respectively. An association among the transcript abundance (AMH, AMHR-II, BMP2, BMP6, FSHR and LHCGR) of cultured undifferentiated GCs collected from 3-8 mm follicles and the level of AMH in culture media shown in Table 3 . The level of AMH in culture medium exhibited a negative but significant association with mRNA abundance of AMHR-II (r = −0.48, r 2 = 0.2293; Figure 7B ) and a 22.93% variation in AMH can be explained the linear relationship between the AMH and AMHR-II. Furthermore, a 22.93% regression line represents the data. BMP2 (r = −0.35, r 2 = 0.1227; Figure 7C ) showed a negative association with AMH and a 12.27% linear relationship. BMP6 (r = −0.60, r 2 = 0.3599; Figure 7D ) abundance showed a highly significant negative association with AMH and 35.99% variance was calculated between both variables. Furthermore, positive association was found between level of AMH in culture medium and mRNA LHCGR abundance (r = 0.31, r 2 = 0.0975; Figure  7F ) but variance is very low (9.75%) between variables. A linear relationship according to regression analysis among the concentration of AMH in media and mRNA abundance of AMH, AMHR II, BMP2, BMP6, FSHR, and LHCGR is described in Figure 7A -F, respectively. 
Discussion
The molecular mechanisms regulating follicular growth and dominance in mono-ovulatory species have not been completely elucidated. However, AMH is shown to be expressed in GCs [11] , and the regulation of AMH and its receptor AMHR-II has not been systematically investigated during follicular deviation and the selection of the dominant follicle in mono-ovulatory species. In this study, cow ovaries were used to investigate the regulation of AMH and its receptor AMHR-II at follicular, cellular, and endocrine levels and in response to FSH supplementation in vitro. The mRNA AMH level was found to be higher in bovine GCs onset to follicle deviation and significantly decreased after selection of dominant follicle by using follicular selection and deviation model during folliculogenesis [33] [34] [35] . Other studies observed a similar trend in the follicular fluid concentration of AMH during follicle deviation and selection. Our findings are in accordance with the previous research in bovines, reflecting the highest level of AMH from pre-antral to early antral stage follicles [11, [36] [37] [38] . In rats, the expression of AMH has been described to be decreased in the final stage of follicle development [39] . Our findings are in agreement with already reported studies in women, revealing a decline trend of AMH expression in GCs after follicle selection and deviation [40] [41] [42] . On behalf of the aforementioned studies, we propose that mRNA abundance and the concentration of AMH in GCs are similarly regulated during follicle selection and deviation in mono and poly-ovulatory species. In the present study, the transcript abundance of AMH and AMHR-II were in same manner. AMHR-II also has high expression before the selection of the dominant follicle, while the highest level of expression was in pre and early antral follicle GCs. These findings are in line with the finding from cattle ovaries, collected from the slaughterhouse, presenting lower levels of AMH mRNA in atretic follicles as compared to healthy follicles [10, 36] . All these studies mentioned above propose that AMH abundance might be regulated by FSH during follicle growth. Our study was also conducted at the in vitro GC level with undifferentiated GCs isolated from 3-8 mm follicle size and culture under the different supplementary doses of FSH (1, 5, 10, 25 and 50 ng/ul) along with control. The mRNA expression of its cognate FSH receptor also increased which confirms the success of treatment under high FSH concentrations. AMH mRNA abundance was most significantly increased by 25 ng/mL FSH and 10 ng/mL also showed a slight increase in mRNA abundance, while extreme lower or higher concentrations had a non-significant impact on the mRNA abundance of AMH. Similarly, AMHR-II mRNA abundance was most significantly enhanced at 10 ng/mL FSH, followed by 5 and 25 ng/mL FSH, while other FSH concentrations had a less significant impact on the mRNA abundance of AMHR-II. Our results coincide to the findings of in vitro GC cultures [43, 44] and are also in contrast to the in vivo findings of Ilha et al. [37] . FSH has an inhibitory effect on AMH and AMHR-II transcript abundance in rats at the time of follicle deviation from early antral to late/large antral follicles [39] . Additionally, FSH signaling decreases the abundance of AMH in chicken GCs [45] and serum concentration in humans [46] . The versatile role of FSH on AMH production between all these reports may be ascribed to the stage of follicle, source of GCs, and/or length or duration of culture [38, 47] . Furthermore, Durlinger et al. found AMH suppress the FSHR and aromatase expression in rat and murine GCs respectively [47] [48] [49] . Similarly, Chang et al. [50] found that AMH declines the CYP19A1 expression and ultimately estrogen synthesis in human granulosa-lutein cells.
Additionally, a stimulatory role of BMPs on AMH abundance has been established in human, poultry, bovine and ovine GCs [22, 38, 45, 51, 52] . Due to the significance of BMP system in regulating the reproductive system, further studies have emphasized the molecular mechanism, revealing the involvement of BMPs in the ovarian process [53] . During folliculogenesis, the abundance of BMP2 increases in GCs of early antral follicles. Given the results of our research are according to the findings of Diaz et al. [54] , the expression of BMP2 in GCs was higher in antral follicles [54] . The expression pattern is concordant with the previously illustrated expression pattern of BMP2 in the ovarian somatic cells [24] . In vitro, BMP2 expression increased under the treatment of FSH, as reported by Glister et al. [55] . In vitro, BMP6 expression did not exhibit a specific manner, similarly to AMH, AMHR-II, and BMP2 expressions observed in in vitro culturing of GCs from 3-8 mm follicles. Unlike BMP2, BMP6 does not support FSH stimulation [56, 57] . Our results also depict a varying expression trend of BMP2 and BMP6 in vitro. Other studies also show that BMP6 has an inhibitory role during in-vivo folliculogenesis, i.e., AMH inhibits GC proliferation and later ultimately reduces aromatase expression [38, 48] . FSH decreases the cell cycle and suppresses mitophagy via the PINK1-Parkin (PTEN-induced kinase 1) cascade to promote GC survival [58, 59] . Initially, Cell viability increased with the concentration of FSH, but significantly decreased at high doses (50 ng/mL FSH). Multiple biological functions of FSH have been demonstrated. Nuclear factor-kappa B (NF-κB) is a nuclear transcription factor that regulates the expression of a large number of genes that are critical for the regulation of apoptosis [60] . After PKa (protein kinase a) activates FSH, gsK-3β (glycogen synthase kinase 3 beta) activity is downregulated, which induces the inactivation of the NF-κB pathway to activate cell apoptosis [58] . As per our findings, apoptosis markedly increased at 25 and 50 ng/mL FSH doses as compared to control.
The level of AMH in intrafollicular fluid in bovines are reported variable ranged from 400 to 800 ng/mL in 3-5 mm follicles, but to a lesser extent in in 7-10 mm follicles (approximately 200-400 ng/mL) [10, 36, 37, 48, 61] . In this study, our AMH concentration is near to the above-mentioned level of AMH. In-vitro, AMH protein levels showed a significant negative association with mRNA AMHR-II. However, a similar relationship was also reported by Ilha et al. [37] . In contrast, many studies in humans showed positive associations between mRNA AMH of GCs and hormone levels of AMH in follicular fluid [42] . In bovines, the concentration of AMH was decreased with an increasing size of follicle, while a difference in transcript level of GC is not always parallel with the hormone concentration of follicular fluid [10, 36] . AMH inhibits FSH-dependent follicle growth and estrogen production in follicles, while BMP6 has the opposite effect [56, 57] . As per the above discussion, BMPs play an important role at the FSH-AMH nexus in bovine GCs to modulate folliculogenesis [48, 55] .
Conclusions
In the present study, our findings revealed that AMH, AMHR-II and BMP2 mRNA levels increased before follicle deviation and selection, whereas they decreased after the follicle deviation. During short term exposure (48 h), low doses of FSH increased the transcript abundance of AMH, AMHR-II, and BMP2. We found an optimum level of FSH (25 ng/mL) which can significantly enhance AMH and BMP2 abundance. The relationship between mRNA expression and protein level appeared to be quite variable among in vivo and in vitro studies, which might be due to the involvement of autocrine and paracrine factors. Further in vivo field studies using large animal groups are necessary to elucidate this antagonistic relationship between FSH and AMH, and its implications towards the improvement of fertility and ART outcomes in bovines.
